bootstrapped plot was constructed using MEGA 7 (Kumar et al., 2016) with a multiple alignment of bZIPs from Hordeum vulgare, Triticum aestivum, Brachypodium distachyon, Oryza sativa, Arabidopsis thaliana, and Cucumis sativus. As a comparison, sequence BAJ92973, originally described as HvbZIP61 and XP_008187462 from Acyrthosiphon pisum, are also included in the multiple alignment. The percentage of replicate trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) are shown next to the branches (Felsenstein 1985) . The tree is drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were computed using the Poisson correction method (Zuckerkandl and Pauling 1965) and are in the units of the number of amino acid substitutions per site. All positions containing gaps and missing data were eliminated. Accession numbers and identifier of the predicted proteins are listed in Table S3 . or omitting (b) HvbZIP61/BAJ92973; a putative aphid sequence. Sequences were aligned using the Clustal Omega algorithm (Sievers et al., 2011) and presented using GeneDoc (Nicholas and Nicholas Jr, 1997) . For the sequences aligned here: black = conserved residues, dark grey = conserved in at least nine of the sequences, and light grey = conserved in at least seven of the sequences. The bZIP domain and the two conserved Cys/His-rich domains (domain 1 and 2) are highlighted. Above the latter two are the sequence of the Arabidopsis F group bZIPs (Jakoby et al. 2002) . The bZIP domain is boxed according to information given for AtbZIP19 at http://www.uniprot.org/ with the first box indicating the basic region and the second box indicating the leucine zipper region within the domain. [Zn] (µM) 
